1 CAGTGTGCTG GCGGCCCGGC GCGAGCCGGC CCGGCCCCGG TCGGGCCTCC 
-26 



GAAACC ATG AAC TTT CTG CTG TCT TGG GTG CAT TGG AGC 
MNFLLSWVHWS 
-26 -20 

90 CTG GCC TTG CTC^CTC TAG CTC CAC CAT GCC AAG TGG TCC CAG 
-IS L A L L L Y L H H A K W S Q 

-10 " 

GCTIGCA CCC ATG GCA GAA GGA GGA GGG CAG AAT CiJtT CAG . . 
A lA , P M A E G G G Q N H H 
-1 +5 +10 

171 GAA GTG GTG MG TTC ATG GAT GTG TAT CAC CGC AGC "TAG TGC 
13 E V V K F M I) V Y Q R S Y C 
+15 +20 +25 

CAT CCA ATC GAG AGC CTG GTG GAC ATC TTC CAG GAG TAG 
H P I ETLVD I FQEY 
+30 +35 

252 CCT GAT GAG ATC GAG TAG ATC TTC AAG CCA TCC TGT GTG CCC 
AO T H "E l EY IFKP S CVP 
+^.0 4A5 +50 

CTG ATG CGA TGC GGG GGC TGC TGC AAT GAC GAG GGC CTG 
LMRCGGCCND EGL 
+55 +60 +65 

333 GAG TGT GTG GCC ACT GAG GAG TCC AAC ATC ACC ATG CAG ATT 
67 E C V P T E E S N I T H Q I 

+70 +75 +80 

ATG CGG ATC AAA CCT CaC CAA GGC CAG CaC ATA GGA GAG 
M RliP HQGQHI G E 

+85 +90 

4 1^. ATG- AGC. TTC CTA CAG CAC AAC AAA TGT GAA TGC AGA CCA AAG 

9^ M S T ^ t — Q,, H N K C E C R P K 
+95 ~ +100 +105 

AAA GAT AGA GCA AGa Caa GAA AAT CCC TGT GGG-CCT TGC 
KDRARQENPCGP C 
+110 +115 +120 

495 TCA GAG CGG aGA AAG CAT TTG TTT GTA CAA GAT CCG CAG ACG 
121 S E R R K H X F V Q D P Q T 

+125 +130 

TCT AAA TGT TCC TGC AAA AAC ACA GAC TCG CGT TGC AAG 
CKCSCKNT DSRCK 
+135 +1A0 +IU5 



FIG. 1A 




i AAG CCG AGG ^GG TGA GCCGGGCA GGAGGAAGGA GCCTCCCTCA 

ffl K P R R 0 

ra +165 

ffl 661 GGGTTTCGGG AACCAGATGT CTCACCAGGA AAGACTGATA CAGAACGATC. 

GATACAGAAA ccacgctgcc gccaccacac catcaccatc gacagaacag 
5 761 tccttaatcc. AQAAACCTGa aatgaaggaa gaggagactc tgcgcagagc 
5 actttgggtc cqgagggcga gactccggcg gaagcattcc cgggcgggtg 

I 861 acccagcacg gtccctcttg gaattggatt cgccatttta tttttcttgc 

TGCTAAATCA CqGAGCCCGG AAGaTTAGAG AGTTTTATTT CTGGGATTCC 
961 TGTAGACACA CCGCGGCCGC CAGCACACTG 



FIG. 1B 



1400 



in 



^ 1200 
E 

O 



UL 

CD 
ill 
> 

to 

CVJ 



1000 



800 



— 600 

■o 

c 

S 400 



■ i=j 



200 



0 



Fold reduction in binding f VEGF alanine mutants 

Efisidufi KDRn-3) Fltfl-3) 

VEGF(1-109) 1 (lOnM). 1 (6nM) 
20s helix: 

Lys 16 1 1 

Phe 17* 45 34 

Met 18** 5 9 

" Tyr21** 19 ^ 29 _ _ 

Gln22** 6 15 

Tyr25** 6 7 

40s loop: 

He 43* 21 3 

He 46* 96 4 

Phe47** 5 3 

*S Lys48** 1 1 

'H 60s loop: 

£ Asp63** 1 8 

^ Glu 64* 10 5 

- Gly65** 1 1 

yi Leu 66** 1 10 



\. 5. 



80s loop: 

Gin 79* 55 3 

Met 81** 9 5 

He 83* 89 7 

His 86** 2 1 

Gin 89 1 1 

ne91 1 1 

100s loop: 

Lys 101 1 1 

Glu 103 1 1 

Argl05 1 I 

Pro 106 1 1 
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Figure 12 A 
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